. Similarities between the signatures in this study and COSMIC dataset. Table S7 . Genes frequently but not significantly mutated in OSCC
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Immunohistochemistry
Immunohistochemical analyses were performed on formalin-fixed, paraffin-embedded tissue sections using VECTASTAIN Universal Elite ABC Kit (Vector Labs). High pH Antigen
Unmasking Solution (Vector Labs) was used to heat tissue sections for antigen retrieval and the Avidin/Biotin Blocking Kit (Vector Labs) was utilized to avoid nonspecific background before the first antibody hybridization. Primary antibodies against NF-κB p65 (sc-109, Santa Cruz Biotechnology) and cyclin D1 (MA5-16356, Thermo Fisher Scientific) were used to assess protein expression on clinical specimens. Photographs were taken under a Nikon Eclipse Ti-U inverted microscope equipped with a CCD camera and NIS-Elements imaging software. Immunoblotting Cell extracts were prepared by lysis in RIPA buffer supplemented with 1 mM PMSF, 10 mg/ml leupeptin, and 10 mg/ml aprotinin. Samples were separated using SDS-PAGE gels and transferred to polyvinylidene difluoride (Millipore). Antibodies against the following proteins were used for detection: IKK alpha (ab54628, abcam) and beta-actin (ab8229, abcam).
RT-PCR
Total RNA was isolated from SCC-9 cells by using REzol® C & T as per manufacturer's instruction. Random hexamer was used for reverse transcription, and PCR was carried out by using primers listed below. CHUK-forward, 5'-TGAGGAACAGGGCAATAGTATGATG-3'; CHUK-reverse, 5'-GGTCTTACGCCCAAAAGTTAAAAGT-3'; GAPDH-forward, 5'-CGGAG TCAACGGATTTGGTCGTAT-3'; GAPDH-reverse, 5'-AGCCTTCTCCATGGTTGGTGAAGAC-3'.
Migration and invasion assay
Migration and invasion assays were performed as described (1). In brief, after treatment with siRNA for 48 hr, cells were assayed in Boyden chambers with 6.5-mm diameter polycarbonate membrane filters containing 8 mm pore size (Neuro Probe) at 10 4 cell/well in serum-free medium and incubated for 24 hr. For invasion assay, membrane filters were covered with 10 ul of Matrigel (25 mg/50ml, BD Biosciences) and air-dried for 5 hr. Cell were allowed to invade into the bottom chamber containing DMEM-F12 medium with 10% FBS for 24 hr. Invading cells were fixed with 100% methanol and stained with 5% Giemsa and counted under a light microscope. Data were representative of three independent experiments.
Detection of somatic structural variants
Analysis of structural variants (SVs) was performed by CREST (2) using the default parameters.
Candidate breakpoints in tumors that also appeared in the paired normal specimens were removed before the final SV detection step was performed. Candidate SVs were called by the following filtering criteria: 1) if both breakpoints fell within a repeat region, 2) if any of the breakpoints were located within <1kb of a known assembly gap region within the reference genome, 3) mean read depth of at least 10 reads across the event. The remaining set of somatic SVs was annotated with gene information.
